. The PCA scores plot of rumen microflora at different periods. Data with different small letter superscripts within the same row were significantly different (p < 0.05). NFP, normal feeding period; SP, starvation period; RFP1, 1st week of refeeding period; RFP2, 2nd week of refeeding period; RFP3, 3rd week of refeeding period; RFP4, 4th week of refeeding period. SEM: standard error of the mean. The significantly changed predominant genera populations (abundance > 0.5% in at least one of the groups) were shown. Data with different small letter superscripts within the same row were significantly different (p < 0.05).NFP, normal feeding period; SP, starvation period; RFP1, 1st week of refeeding period; RFP2, 2nd week of refeeding period; RFP3, 3rd week of refeeding period; RFP4, 4th week of refeeding period. SEM: standard error of the mean. The significantly changed predominant functional pathways (abundance > 0.5% in at least one of the groups) were shown. Data with different small letter superscripts within the same row were significantly different (p < 0.05). NFP, normal feeding period; SP, starvation period; RFP1, 1st week of refeeding period; RFP2, 2nd week of refeeding period; RFP3, 3rd week of refeeding period; RFP4, 4th week of refeeding period. SEM: standard error of the mean.
